Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.002 Å; R factor = 0.045; wR factor = 0.143; data-to-parameter ratio = 22.1.
In the title compound, C 24 H 18 ClN 3 O 2 , the benzimidazole plane is nearly perpendicular to the phenyl ring and to the isoxazole ring, making dihedral angles of 75.95 (7) and 73.04 (8) , respectively, but the two residues point in opposite directions with respect to the benzimidazole plane. The dihedral angle between the chlorophenyl and isoxazole rings is 7.95 (8) . In the crystal, molecules are linked by pairs of C-HÁ Á ÁO hydrogen bonds into inversion dimers. Table 1 Hydrogen-bond geometry (Å , ). 53 3.1949 (19) 129 Symmetry code: (i) Àx þ 1; Ày þ 2; Àz þ 1.
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Data collection: APEX2 (Bruker, 2009); cell refinement: APEX2 and SAINT-Plus (Bruker, 2009); data reduction: SAINT-Plus; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 2012); software used to prepare material for publication: PLATON (Spek, 2009) and publCIF (Westrip, 2010).
Comment
Isoxazoline derivatives have attracted considerable attention and are found in many important bioactive heterocycles.
These pharmacophores play an important role in medicinal (Sakuma et al., 2011 , Wang et al., 2010 and agrochemical industry (Hu et al., 2010) . The integration of isoxazoline moiety in benzimidazole scaffolds may lead to new hybrid molecules containing two pharmacophores in the same molecule with broad biological activity profiles.
As a continuation of our research work devoted to the development of substituted benzimidazol-2-one derivatives (Belaziz et al., 2012) , we report in this paper the synthesis of a new isoxazolinylmethyl benzimidazole derivatives. The title compound was obtained by using p-chlorobenzaldoxime to react with the 1-allyl-3-benzyl-benzimidazole in 1,3dipolar cycloaddition.
The title compound is build up from a fused five-and six-membered rings linked, on opposite sides, to a benzyl residue and to a chlorobenzyl-dihydroisoxazole residue (Fig. 1) . The benzimidazole plane makes dihedral angles of 75.95 (7) ° and 73.04 (8) ° with the phenyl ring and the isoxazole ring, respectively. The dihedral angle between the chlorophenyl ring and the isoxazole ring is of 7.95 (8) ° while that between the two aromatic six-membered rings is 68.48 (8)°.
In the crystal, the molecules are linked by C-H···O hydrogen bonds to centrosymmetric dimers ( Fig. 2 and Table 2 ).
Experimental
To 1-allylbenzimidozol-2-one (0.40 g, 2.3 mmol), potassium carbonate (0.63 g, 4,55 mmol) and tetra-n-butylammonium bromide (0.07 g, 0.22 mmol) in DMF (15 ml) was added benzyl chloride (0.32 g, 2.53 mmol). Stirring was continued at room temperature for 6 h. The salt was removed by filtration and the filtrate concentrated under reduced pressure. The residue was separated by chromatography on a column of silica gel with ethyl acetate/ hexane (1/2) as eluent. The compound was recrystallized from hexane/acetate to give colorless crystals. To the obtained compound (1-allyl-3-benzylbenzimidazol-2-one) (0.20 g, 0.76 mmol) was added p-chlorobenzaldoxime (0.15 g, 1 mmol) in chloroform (10 ml) and 4% solution of sodium hypochlorite solution (commercial bleach) (4 ml) at 0°C. Stirring was continued for 6 h. The organic layer was dried and the solvent evaporated under reduced pressure. The residue was then purified by column chromatography on silica gel by using a mixture of hexane and ethyl acetate (1/1) as eluent. Colourless crystals were isolated when the solvent was allowed to evaporate (Yield: 68%; mp: 467 K).
Refinement
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